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One of the problems facing the
introduction of novel crops is
the concerns about their spread
into the natural environment. A
long-term study of oilseed rape
(canola) growing on the verges
of one of Britain’s busiest
motorways provides some
encouragement that at least
some crops find the going tough
outside the field environment in
which they are sown.
Michael Crawley at Imperial
College London and Susan
Brown at the Winfrith
Technology Centre in
Dorchester (published in the
Proceedings of the Royal
Society online) have studied
populations of oilseed rape
growing in more than 3,500
quadrants at the side of
London’s M25 motorway for ten
years. 
The researchers found
oilseed rape showed a wide
range of temporal dynamics
over the study period
(decreases, increases, cycles,
extinction, re-colonization and
stasis). The most frequently
observed pattern, however,
involved classic ‘casual’
dynamics with populations
lasting for just 1 or 2 years
before local extinction. 
Part of their apparent
persistence was due to spillage
of seed from lorries taking
oilseed rape to a processing
plant. The crop was much less
evident on the opposite
carriageway leading away from
the plant. 
The work suggests some crop
plants may find it much tougher
than is apparent when they go
wild.
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Seeds of confusion: Loss of seed from lorries taking oilseed rape on the way to
a processing factory near London masked the fact that feral populations of this
species tend to be very short-lived. (Photograph: Associated Press.)
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Marine turtle fibropapillomatosis
is a devastating, transmissible
disease characterized by multiple
cutaneous and visceral
fibrovascular tumors [1]. It has
emerged with high prevalence
since the 1980s and threatens the
survival of several species of
marine turtles. A herpesvirus, here
called chelonid fibropapilloma-
associated herpesvirus (C-FP-HV),
is present in all naturally occurring
tumors but not in unaffected
turtles. It is also present in all
tumors experimentally induced
with cell-free tumor filtrates [2–5].
We assembled 43,843 bp of
sequence of the C-FP-HV genome
(GenBank AY644454), which
encompasses 20 genes that are
orthologous to cognate genes of
other alpha-herpesviruses and
organized in a similar fashion. In
addition, the sequence included a
novel 4 kb segment between
UL15B and UL18 for which there
is no equivalent in other
herpesviruses (Supplemental
Data). Phylogenetic analyses
based on UL27, which has been
widely used for herpesvirus
phylogeny [6], show that C-FP-HV
is related to other alpha-
herpesviruses. It is most closely
related to a non-oncogenic,
marine turtle herpesvirus, C-LET-
HV (Figure 1A). This UL27-based
phylogeny agrees with that based
on parts of UL29 and UL30 [3,7,8].
Alpha-herpesviruses are known to
show extensive coevolution with
their hosts [9–11]. The turtle virus
lineage appears to have diverged
before the separation of avian and
mammalian alpha-herpesviruses
(Figure 1A), suggesting that these
herpesviruses have been unique
